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Zl^^o ^ZteoM* sequence set M in SEQ ,D NO* 19 or 
STuI; ^darateiy stringent conditions, operably linKed to su„able 

re9Ul ^:Xr 9 en e —in, (a, an isolated nucleic a^ment 

SEQ ID NUb.a stearovl ACP desaturase, or the 

nucleic acid fragment encod.ng a corn delta-9 stearoy. 

complement of either the fragment or subfragment, and (b) a shrunken 

✓\V . q otearovl ACP desaturase wherein said desaturase 

^ encoding a corn delta-9 stearoyl auk 

— n of ,he chimeri0 9ene resul,s in an 

^an. par. which comprises a chimeric gene selected from the group 

""^rchimenc gene comprising an isoiated nucleic acid fragment 
encoding a cTn JL12 desaturase wherein said fragment has a nuc,e,c acd 
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sequence identity of a. leas, 80% based on the <^^^^ 
when compared to a nucleic acid as set forth ,n SEQ ID NOS. 1 or *or a 
functionally equivalent subfragment of the isolated nuole,c acd fragment 
enctding a corn deltas desaturase, or the complement of ether the 
fragment or subfragment, operably linked to suitable regulatory sequences 
( a chimeric gene comprising (a) an isolated nucleic acd fragment 
encodi om delta 12 desaturase wherein said fragment has . nude,c acd 
sequence identity of at least 80% based on the Clustal method of alignment 
whe Spared to a nucleic acid as se, forth in SEQ ID NOS: 1 or 2, or a 
Tunctiona,, equivalent subfragment of the isolated nude c 
encoding a corn delta-12 desaturase, or the complement of erther the 
<^2 or subfragment, and (b) an isolated nucleic acid fragment compnsrng 
TZ o eosin promoter wherein said promoter can be fr.ll length or partial and 
saM promoter 0) comprises a nucleotide sequence having a sequence 
V > d" aUeai, 80% based on the Clusta, method of alignment when 

« H compared to the nucleotide sequence in any of SEQ ID NOS:19 or 8-49 or 

^ pie Lated nucleic acid fragment of (ii, (b) hybridizes to the nucleCde 

Sequence set forth in SEQ ID NOS: 19 or 38-49 under moderately stnngen. 

conditions, operably linked to suitable regulatory sequences; 

(hi, a Chimeric gene comprising (a) an isolated nuc,e,c acd fragment 
-nrndino a corn delta-12 desaturase wherein said fragment has a nuclerc acd 

zzzz* * « «* — °- - c j" Q r N e r itToT 

when compared to a nucleic acid as set forth ,n SEQ ID NOS 1 or 2, or a 
;unc«ona„ equivalent subfragment of the 

encoding a corn delta-1 2 desaturase, or the complement of either the 
frag^e* or subfragment, and (b) a shrunken 1 intron/exon. operably linked to 

T- T^geneXsing (a, an isolated nucleic acid fragment 
encoding a corn del.a-12 desaturase wherein said fragment has a nucle,c acd 

ence iden«y o, a. leas, 80% based on the Clustal, -». . foment 
when compared to a nucleic acid as set forth m SEQ ID NOS. 1 or 2, or a 
Inlnal, equivalent subfragment of the *olated"Udeic ac,»n. 
encoding a corn delta-12 desaturase, or the complement of erther the 
fraltnt or subfragment, (b) an isolated nucleic acid '-9™ ""J. 
^nolosin promoter wherein said promoter can be full length or partal and 
sa d P—: (1) comprises a nucleotide sequence having a sequence 

compared to the nucleotide sequence .n any of SEQ ID NOS.19 
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(2) the isolated nucleic acid fragment of (iv) (b) hybridizes to the nucleotide 
sequence set forth in SEQ ID NOS: 1 9 or 38-49 under moderately stringent 
conditions, operably linked to suitable regulatory sequences, and (c) a 
shrunken 1 intron/exon, operably linked to suitable regulatory sequences; 
wherein expression of the chimeric gene results in an altered corn oleic acid 
phenotype. 

174. (once amended) A method of improving the carcass quality of an 
animal by feeding the animal a carcass quality improving amount of animal 
feed derived from the processing of corn grain obtained from a corn plant or 
plant part which comprises a chimeric gene selected from the group 
consisting of: 

(i) a chimeric gene comprising an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase wherein said desaturase 
has an amino acid sequence identity of at least 80% based on the Clustal 
v method of alignment when compared to a second polypeptide selected from 

& X SEQ ID NOS:9 or 1 1 , or a functionally equivalent subfragment of the isolated 

$ nucleic acid fragment encoding a corn delta-9 stearoyl ACP desaturase, or the 

complement of either the fragment or subfragment, and a chimeric gene 
comprising an isolated nucleic acid fragment encoding a corn delta-12 
desaturase wherein said fragment has a nucleic acid sequence identity of at 
least 80% based on the Clustal method of alignment when compared to a 
nucleic acid as set forth in SEQ ID NOS: 1 or 2, or a functionally equivalent 
subfragment of the isolated nucleic acid fragment encoding a corn delta-12 
stearoyl ACP desaturase, or the complement of either the fragment or 
subfragment, operably linked to suitable regulatory sequences; 

(ii) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase wherein said desaturase 
has an amino acid sequence identity of at least 80% based on the Clustal 
method of alignment when compared to a second polypeptide selected from 
SEQ ID NOS:9 or 1 1 , or a functionally equivalent subfragment of the isolated 
nucleic acid fragment encoding a corn delta-9 stearoyl ACP desaturase, or the 
complement of either the fragment or subfragment, (b) a chimeric gene 
comprising an isolated nucleic acid fragment encoding a corn delta-12 
desaturase wherein said fragment has a nucleic acid sequence identity of at 
least 80% based on the Clustal method of alignment when compared to a 
nucleic acid as set forth in SEQ ID NOS: 1 or 2, or a functionally equivalent 
subfragment of the isolated nucleic acid fragment encoding a corn delta-12 
desaturase, or the complement of either the fragment or subfragment, and (c) 
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an isolated nucleic acid fragment comprising a corn oleosin promoter wherein 
said promoter can be full length or partial and said promoter: (1) comprises a 
nucleotide sequence having a sequence identity of at least 80% based on the 
Clustal method of alignment when compared to the nucleotide sequence in 
any of SEQ ID NOS:19 or 38-49 or (2) the isolated nucleic acid fragment of 
(ii) (b) hybridizes to the nucleotide sequence set forth in SEQ ID NOS: 19 or 
38-49 under moderately stringent conditions, operably linked to suitable 
regulatory sequences, 

(iii) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase wherein said desaturase 
has an amino acid sequence identity of at least 80% based on the Clustal 
method of alignment when compared to a second polypeptide selected from 
SEQ ID NOS:9 or 1 1 , or a functionally equivalent subfragment of the isolated 
nucleic acid fragment encoding a corn delta-9 stearoyl ACP desaturase, or the 
complement of either the fragment or subfragment, (b) a chimeric gene 
comprising an isolated nucleic acid fragment encoding a corn delta-12 
desaturase wherein said fragment has a nucleic acid sequence identity of at 
least 80% based on the Clustal method of alignment when compared to a 
nucleic acid as set forth in SEQ ID NOS: 1 or 2, or a functionally equivalent 
subfragment of the isolated nucleic acid fragment encoding a corn delta-12 
desaturase, or the complement of either the fragment or subfragment, and (c) 
a shrunken 1 intron/exon, operably linked to suitable regulatory sequences; or 

(iv) a chimeric gene comprising (a) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase wherein said desaturase 
has an amino acid sequence identity of at least 80% based on the Clustal 
method of alignment when compared to a second polypeptide selected from 
SEQ ID NOS:9 or 1 1 , or the complement thereof, (b) a chimeric gene 
comprising an isolated nucleic acid fragment encoding a corn delta-12 
desaturase wherein said fragment has a nucleic acid sequence identity of at 
least 80% based on the Clustal method of alignment when compared to a 
nucleic acid as set forth in SEQ ID NOS: 1 or 2, or the complement thereof, 
(c) an isolated nucleic acid fragment comprising a corn oleosin promoter 
wherein said promoter can be full length or partial and said promoter: (1) 
comprises a nucleotide sequence having a sequence identity of at least 80% 
based on the Clustal method of alignment when compared to the nucleotide 
sequence in any of SEQ ID NOS: 19 or 38-49 or (2) the isolated nucleic acid 
fragment of (iv)(b) hybridizes to the nucleotide sequence set forth in SEQ ID 
NOS: 19 or 38-49 under moderately stringent conditions, and (d) a shrunken 1 
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intron/exon, operably linked to suitable regulatory sequences, wherein 
expression of the chimeric gene results in an altered corn oil phenotype. 

175. (twice amended) A method of improving the carcass quality of an 
animal by feeding the animal a carcass quality improving amount of animal 
feed derived from the processing of a corn grain obtained from a corn plant or 
plant part which comprises a chimeric gene comprising (a) an isolated nucleic 
acid fragment encoding a corn delta-12 desaturase wherein said fragment has 
a nucleic acid sequence identity of at least 80% based on the Clustal method 
of alignment when compared to a nucleic acid as set forth in SEQ ID NOS: 1, 
58 or 59, or a functionally equivalent subfragment of the isolated nucleic acid 
fragment encoding a corn delta-12 desaturase, or the complement of either 
the fragment or subfragment, (b) an isolated nucleic acid fragment comprising 
a corn oleosin promoter wherein said promoter can be full length or partial and 
said promoter: (1) comprises a nucleotide sequence having a sequence 
identity of at least 80% based on the Clustal method of alignment when 
compared to the nucleotide sequence in any of SEQ ID NOS: 19 or 38-49 or 
(2) the isolated nucleic acid fragment of (b) hybridizes to the nucleotide 
sequence set forth in SEQ ID NOS: 19 or 38-49 under moderately stringent 
conditions, operably linked to suitable regulatory sequences, and (c) a 
shrunken 1 intron/exon, operably linked to suitable regulatory sequences; 

wherein expresssion of the chimeric gene results in an altered corn 
oleic acid phenotype, and 

further wherein the corn grain has an oil content in the range from 
about 6% to about 10% on a dry matter basis and further wherein said oil is 
comprised of not less than 60% oleic acid of the total oil content of the seed. 

176. (once amended) A method of improving the carcass quality of an 
animal by feeding the animal a carcass quality improving amount of animal 
feed derived from the processing of corn grain obtained from a corn plant or 
plant part which comprises 

(i) a first chimeric gene selected from the group consisting of: 
(a) a chimeric gene comprising an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase wherein said desaturase 
has an amino acid sequence identity of at least 80% based on the Clustal 
method of alignment when compared to a second polypeptide selected from 
SEQ ID NOS:9 or 1 1, or a functionally equivalent subfragment of the isolated 
nucleic acid fragment encoding a corn delta-9 stearoyl ACP desaturase, or the 
complement of either the fragment or subfragment, operably linked to suitable 
regulatory sequences; 
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(b) a chimeric gene comprising (1) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase wherein said desaturase 
has an amino acid sequence identity of at least 80% based on the Clustal 
method of alignment when compared to a second polypeptide selected from 
SEQ ID NOS:9 or 1 1 , or a functionally equivalent subfragment of the isolated 
nucleic acid fragment encoding a corn delta-9 stearoyl ACP desaturase, or the 
complement of either the fragment or subfragment, and (2) an isolated nucleic 
acid fragment comprising a corn oleosin promoter wherein said promoter can 
be full length or partial and said promoter: (A) comprises a nucleotide 
sequence having a sequence identity of at least 80% based on the Clustal 
method of alignment when compared to the nucleotide sequence in any of 
SEQ ID NOS:19 or 38-49 or (B) the isolated nucleic acid fragment of (b) (2) 
hybridizes to the nucleotide sequence set forth in SEQ ID NOS: 19 or 38-49 
under moderately stringent conditions, operably linked to suitable regulatory 
sequences; 

(c) a chimeric gene comprising (1) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase wherein said desaturase 
has an amino acid sequence identity of at least 80% based on the Clustal 
method of alignment when compared to a second polypeptide selected from 
SEQ ID NOS:9 or 1 1, or a functionally equivalent subfragment of the isolated 
nucleic acid fragment encoding a corn delta-9 stearoyl ACP desaturase, or the 
complement of either the fragment or subfragment, and (2) a shrunken 1 
intron/exon, operably linked to suitable regulatory sequences; or 

(d) a chimeric gene comprising (1) an isolated nucleic acid fragment 
encoding a corn delta-9 stearoyl ACP desaturase wherein said desaturase 
has an amino acid sequence identity of at least 80% based on the Clustal 
method of alignment when compared to a second polypeptide selected from 
SEQ ID NOS:9 or 1 1, or a functionally equivalent subfragment of the isolated 
nucleic acid fragment encoding a corn delta-9 stearoyl ACP desaturase, or the 
complement of either the fragment or subfragment, (2) an isolated nucleic acid 
fragment comprising a corn oleosin promoter wherein said promoter can be 
full length or partial and said promoter: (A) comprises a nucleotide sequence 
having a sequence identity of at least 80% based on the Clustal method of 
alignment when compared to the nucleotide sequence in any of SEQ ID 
NOS: 19 or 38-49 or (B) the isolated nucleic acid fragment of (d)(2) hybridizes 
to the nucleotide sequence set forth in SEQ ID NOS: 19 or 38-49 under 
moderately stringent conditions, operably linked to suitable regulatory 
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sequences, and (3) a shrunken 1 intron/exon, operably linked to suitable 
regulatory sequences, and 

(ii) a second chimeric gene selected from the set consisting of: 

(a) a chimeric gene comprising an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 80% based on the Clustal method of alignment 
when compared to a nucleic acid as set forth in SEQ ID NOS: 1 or 2, or a 
functionally equivalent subfragment of the isolated nucleic acid fragment 
encoding a corn delta-12 desaturase, or the complement of either the 
fragment or subfragment, operably linked to suitable regulatory sequences; 

(b) a chimeric gene comprising (1) an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 80% based on the Clustal method of alignment 
when compared to a nucleic acid as set forth in SEQ ID NOS: 1 or 2, or a 
functionally equivalent subfragment of the isolated nucleic acid fragment 
encoding a corn delta-12 desaturase, or the complement of either the 
fragment or subfragment, and (2) an isolated nucleic acid fragment comprising 
a corn oleosin promoter wherein said promoter can be full length or partial and 
said promoter: (A) comprises a nucleotide sequence having a sequence 
identity of at least 80% based on the Clustal method of alignment when 
compared to the nucleotide sequence in any of SEQ ID NOS:19 or 38-49 or 
(B) the isolated nucleic acid fragment of (b) (2) hybridizes to the nucleotide 
sequence set forth in SEQ ID NOS: 19 or 38-49 under moderately stringent 
conditions, operably linked to suitable regulatory sequences; 

(c) a chimeric gene comprising (1) an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 80% based on the Clustal method of alignment 
when compared to a nucleic acid as set forth in SEQ ID NOS: 1 or 2, or a 
functionally equivalent subfragment of the isolated nucleic acid fragment 
encoding a corn delta-12 desaturase, or the complement of either the 
fragment or subfragment, and (2) a shrunken 1 intron/exon, operably linked to 
suitable regulatory sequences; or 

(d) a chimeric gene comprising (1) an isolated nucleic acid fragment 
encoding a corn delta-12 desaturase wherein said fragment has a nucleic acid 
sequence identity of at least 80% based on the Clustal method of alignment 
when compared to a nucleic acid as set forth in SEQ ID NOS: 1 or 2, or a 
functionally equivalent subfragment of the isolated nucleic acid fragment 
encoding a corn delta-12 stearoyl ACP desaturase, or the complement of 



